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sequencing. Forensic Science International: Genetics, 2014, 8, 68-72

3 The effect of gender on eye colour variation in European populations and an evaluation of the 5
4 IrisPlex prediction model. Forensic Science International: Genetics, 2014, 11, 1-6 43 >

Evaluation of the lon Torrent[HID SNP 169-plex: A SNP typing assay developed for human
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